Infrastructure ITB-Bari hosts the infrastructures for wet and dry laboratories. The wet lab is equiped with instruments for molecular biology studies, cell culture, light microscopy, citofluorimetry and deep sequencing (454 GSFLX Roche). The bioinformatics platform consists on a Sistem Server HP Proliant DL 580 (4 CPU Quad-Core Xeon, 32 GB RAM 2.4GHz, storage 6 Tera), Server Cluster HP Proliant DL 380 (4 CPU Quad-Core Xeon 2.4GHz, 15 nodes with 30 CPU, Storage 2 Tera), GSFLX Titanium Cluster (1 Head node with 2 Intel dual core 2.33GHz, 16GB RAM 4 Node slave with 2 Intel dual core 2.33GHz, 4 GB RAM for each nodes) and Development Workstation e4 (2 CPU QuadCore Xeon 2.4GHz, 2 Tesla c1060 Video cards with CUDA, 16 GB Ram, Storage 8 Tera). Further, ITB-Bari is part of the INFN production GRID 2 , and has within the Virtual Organisation 'bio', several thousand CPUs at its disposal.
Research Activities
The bioinformatics activities of ITB-Bari are mainly focused on the development of bioinformatics tools for the management and analysis of Next Generation Sequencing data (NGS). In addi-tion, investigations using data-mining tools for genome-wide binding-site analysis, and development of algorithms in gene ontology applications are running. NGS activities focus on the development of algorithms for RNA-seq and analysis of small RNAs, as well as the provision of analysis services on these topics. Further, we are developing reference sequence databases for different themes, such as non-coding RNA to efficiently support NGS data analysis.
Research lines include experimental and bioinformatics studies of transcriptional and posttranscriptional regulatory processes of genes involved in the pathophysiology of cell proliferation, such as the characterisation of new modulators of p53 family member stability and activity; functional analysis and genome-wide investigation of the transcriptome profile for the identification of molecular biomarkers; in vivo investigation of the clustering of isoform expression in endometrial tissue. ITB-Bari has also developed a new protocol for the preparation and amplification of representative and strand-specific cDNA libraries for NGS applications (patent number: RM2010A000293). Metagenomics studies are oriented towards evaluation of the taxonomical and functional complexity of environmental microbial communities. The above-mentioned research activities are supported by different national and European projects. The bioinformatics tools and resources of ITB-Bari are available at: http://bioinformatics.ba.itb.cnr.it/.
Networking ITB-Bari is part of the core organisation for the establishment of an Italian network on NGS dataproduction research centres We published many articles in local and national magazines, and released interviews on local TV stations talking about bioinformatics and molecular biology research activities and their social impact on human health and the environment; and EMBnet activities and missions (see links to local and national magazines in: http:// www.embnet.org/en/EMBnet20thAnniversary; http://www.artventuno.com/).
Education and Training in Bioinformatics
The ITB-Bari organises courses and tutorials in bioinformatics at local and national levels. Tutorials and hands-on courses were organised as satellite events at conferences and workshops listed above. We also organise Masters courses as part of collaborative agreements with Regional Associations, such as the Master in Bioinformatics and Molecular Epidemiology Techniques Applied to Infectious Diseases (2011 Diseases ( -2012 , under the Memorandum of Understanding signed with the ABAP -Associazione Biologigi Ambientalisti Pugliesi
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. ITB-Bari is also active in projects for the dissemination of scientific culture in molecular biology, biotechnology and bioinformatics in middle and high schools, and participates in national and regional Fairs and Festivals of Innovation (December, 2010 
